Plasmid analysis and pulsed-field gel electrophoresis (PFGE) were used to study the epidemiologic relationship among methicillin-resistant Staphylococcus aureus (MRSA) strains isolated at Tokyo Medical and Dental University Hospital. We found that263of276MRSA isolates had plasmids, which could be classified into30different patterns according to the number and plasmid molecular weight. Strains which harboured a single plasmid of approximately13.4Mds in molecular weight were the most numerous (55.7 % of the isolates). These strains were isolated from14of17hospital wards. The largest number of strains with this plasmid pattern (33strains) were isolated from a single ward. PFGE typing was then performed to further confirm the relationships among these33strains. The PFGEbanding patterns of these strains were highly similar. The antibiogram profiles of these strains werealso correlated with the PFGE pattern.
% or higher similarity among these33strains. We also evaluated some strains isolated from other wards.
The PFGE patterns of the strains with plasmid pattern22had high similarity (80%) among the9 strains in ward2, 12strains in ward6, and33strains in ward7 (data not shown).
Relationship between antibiogram and PFGE data. All33strains with plasmid pattern22in ward7
were resistant to penicillin G, methicillin, ampicillin, and cephalothin; and susceptible to chloramphenicol, vancomycin, and rifampicin. The antibiogram profiles of the33strains were correlated with the PFGE group based on the susceptibility to imipenem, gentamicin, ofloxacin, and tetracycline (Table3). 
